In recent years, analytical methods have been further developed in various fields of toxicology, such as metabolite identification (Ali et al. 2015; Huybrechts et al. 2015; Godoy et al. 2013) , characterization of volatile organic compounds (Schubert et al. 2015; Hutzler et al. 2014) , DNA-adducts (Hu et al. 2015) , inflammatory mediators (Patel et al. 2015; Kim et al. 2013) , characterization of plant extracts (Khan et al. 2014; Simlai et al. 2014; Naghiloo et al. 2012 ) and metabolomics (Fang and Gonzalez 2014; Beger et al. 2015; Pink et al. 2014) . The relevant basic principles of high-resolution mass spectrometry are given by Pleil and Isaacs (2016) . Considering the rapid developments in mass spectrometry based technologies, the present review of Maurer and Meyer with its well-structured and realistic discussion of possibilities and limitations of the available techniques is of high interest to anyone interested in this field of analytical toxicology.
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